The title compound, an ethyl analogue of vanillin, is an important food additive and flavouring agent approved by FAO/ WHO. Its vanilla odor is four times stronger than the flavour of vanillin. Now, it is widely used in food, beverage, cigarette and cosmetics. This synthetic compound was reported to show marked anti-mutagenic activity against mutagenicity induced by 4-nitroquinoline-1-oxide, furylfuramide, captan or methylglyoxal, similar to another report (Li, 2008). It was assumed that the anti-mutagenic activity was due to enhancement of an error-free recombinational repair system (Ohta et al., 1986).
The title compound (ethyl vanillin), C 9 H 10 O 3 , an important food additive and flavouring agent approved by FAO/WHO, has a vanilla odor four times that of vanillin and shows antimutagenic activity. There are two molecules in the asymmetric unit, each having a planar conformation and an intramolecular O-HÁ Á ÁO bond. Molecules are connected side-by-side, building infinite ribbons along c via intermolecular O-HÁ Á ÁO hydrogen bonds between the carbonyl and hydroxyl groups. The ribbons are then packed into layers perpendicular to the a axis.
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Figures
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.12477 (10) 0.43352 (12) 0.28767 (13) 0.0715 (5) O2 0.12710 (11) 0.36758 (9) 1.00143 (14) 0.0604 (5) O3 0.12391 (10) 0.54909 (7) 0.94489 (12) (7) 0.0313 (6) 0.0008 (6) 0.0198 (6) 0.0035 (5) O3 0.0986 (9) 0.0358 (6) 0.0326 (6) −0.0012 (6) 0.0188 (5) −0.0062 (4) C1 0.0554 (9) 0.0463 (9) 0.0305 (7) −0.0011 (7) 0.0107 (6) −0.0016 (6) C2 0.0664 (10) 0.0357 (8) 0.0333 (8) −0.0004 (7) 0.0121 (7) 0.0014 (6) C3 0.0587 (9) 0.0346 (7) 0.0308 (7) −0.0008 (6) 0.0110 (6) −0.0041 (6) C4 0.0660 (10) 0.0364 (8) 0.0297 (7) 0.0002 (7) 0.0125 (6) 0.0016 (6) (12) 0.0365 (7) −0.0016 (8) 0.0207 (7) −0.0071 (7) O12 0.1270 (12) 0.0454 (7) 0.0374 (7) 0.0021 (7) 0.0254 (7) 0.0043 (6) O13 0.0963 (9) 0.0380 (6) 0.0384 (6) 0.0026 (6) 0.0188 (6) −0.0049 (5) C11 0.0552 (9) 0.0504 (9) 0.0332 (8) −0.0009 (7) 0.0105 (6) −0.0028 (7) C12 0.0628 (10) 0.0391 (9) 0.0393 (8) −0.0013 (7) 0.0122 (7) 0.0020 (7) C13 0.0564 (9) 0.0355 (7) 0.0360 (8) 0.0001 (6) 0.0103 (6) −0.0040 (6) C14 0.0669 (10) 0.0391 (8) 0.0336 (8) 0.0011 (7) 0.0122 (7) 0.0009 (6) 
